Material available online). In each genotype class in the segregating families, The ddm1 mutation affects both CG and non-CG methylation, but met1 mutants retain methylation at we examined CACTA transcript levels by RT-PCR. We detected accumulation of CACTA transcripts in cmt3 as non-CG sites. We therefore examined the effect of combining mutations in the CG methylase MET1 and the nonwell as met1 mutants ( Figure 2B ). We next examined transposition of CACTA elements in the segregating F 2 CG methylase CMT3 genes. The double heterozygotes (MET1/met1, CMT3/cmt3) were selected from a cross generation by Southern analysis using EcoRV, which is insensitive to cytosine methylation. Several faint bands between a cmt3-i11 homozygous mutant in the Wassilewskija (WS) background and a MET1/met1 heterozyin new positions were detectable in six out of ten cmt3-met1 plants in the F 2 families, while no additional bands gote backcrossed to the Col background, which has potentially active CACTA members [36] . By genotyping were detectable in either single mutants or in wild-type in the same segregating families ( Figure 2C ). The transself-pollinated progeny from the double heterozygotes, we found several met1/met1-cmt3/cmt3, met1/met1-positions in the double mutants were confirmed by genomic amplification and determination of the nucleotide CMT3/CMT3, MET1/MET1-cmt3/cmt3, and MET1/MET1- Figure 3A) . The transposition frequency in the double methylbands, most of which were not shared by siblings, reflecting independent transposition events ( Figure 3A , transferase mutant was even higher than that induced by the ddm1 mutation (Table 1) , perhaps because the Table 1 sequences, where the CACTA1 sequence is located [38] .
Experimental conditions for suppression PCR were as described in [36] .
A combination of these effects on chromatin might also affect transposon mobility. Irrespective of mechanisms methyltransferase mutant strongly suggests that CG and non-CG methylation redundantly contribute as epi-
